: LMM association testing results depend on sample size. a Scatterplot of similarity between SLR and LMM association testing results for each dataset vs. the sample size of the dataset. Rankrank hypergeometric overlap (RRHO) was used to quantify the degree of similarity between the lists of genes ranked by their association p-values under SLR and LMM association testing. b, c. Random subsets of varying size were taken from the TCGA BRCA dataset, and the enrichment levels of all cell cycle gene sets and purity-associated gene sets from LMM association testing of expression vs. aneuploidy are plotted against subset size.
